Search History Transcript 



Page 1 of 1 



WEST Search History 

Restore 1 j Clear 



Hide Items 



Cancel 



DATE: Thursday, October 12, 2006 

Hide? Set Name Query Hit Count 

DB=PGPB; PLUR=YES; OP=ADJ 

□ L9 20030027988 

□ L8 20030022334 
DB=USPT; PLUR=YES; OP=ADJ 

□ L7 5654172.pn. 
D L6 6531297.pn. 

□ L5 6943241. pn. 

□ . L4 6783969.pn. 
DB=PGPB; PLUR=YES; OP=ADJ 

□ L3 20040259086 

□ L2 20040132087 
D LI 2004132087 0 



END OF SEARCH HISTORY 
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SCORE Search Results Details for Application 
10714389 and Search Result us-10-714-389- 
52-rge. 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10714389 and Search Result us-10- 

714-389-52. rge. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



October 3, 2006, 18:50:57 / Search time 3928 Seconds 

(without alignments) 
6170.080 Million cell updates/sec 

US-10-714-389-52 
379 

1 actttgccaagcagtaaagg ttcaggtatgagtccagggt 379 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

6366136 seqs, 31973710525 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



12732272 



Database 



GenEmbl : * 

1 : gb_env : * 

2 : gb_pat : * 

3 : gb_ph : * 

4 : gb_pl : * 
5 : gb_pr : * 
6 : gb_ro : * 

7: gb_StS:* 

8 : gb_sy : * 

9 : gb_un : * 
10: gb_vi:* 
1 1 : gb_ov : * 
12: gb_htg:* 
13: gb_in:* 
14: gb_om:* 
15: gb_ba:* 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 





No . 


Score 


Match Length 


DB 


ID 


Description 




1 


379 


100. 


. 0 


379 


2 


CS110385 


CS110385 


Sequence 




2 


379 


100. 


0 


379 


2 


AX156195 


AX156195 


Sequence 


Q 


3 


379 


100. 


,0 


397 


2 


CQ421094 


CQ421094 


Sequence 




4 


379 


100. 


0 


403 


2 


CQ426106 


CQ426106 


Sequence 


Q 


5 


- 379 


100 . 


0 


598 


2 


CQ492564 


CQ492564 


Sequence 




6 


379 


100. 


,0 


598 


2 


CQ496194 


CQ496194 


Sequence 




7 


379 


100. 


0 


963 


2 


CS110636 


CS110636 


Sequence 


Q 


8 


379 


100. 


,0 


1518 


2 


CS110638 


CS110638 


Sequence 


Q 


9 


379 


100. 


,0 


1548 


2 


CS110645 


CS110645 


Sequence 


Q 


10 


379 


100. 


,0 


1586 


2 


AX195182 


AX195182 


Sequence 


Q 


11 


379 


100. 


,0 


1598 


2 


CS110635 


CS110635 


Sequence 


Q 


12 


379 


100. 


,0 


1894 


2 


AX829108 


AX829108 


Sequence 


Q 


13 


379 


100. 


, 0 


1907 


5 


AY262056 


AY262056 


Homo sapi 


Q 


14 


379 


100, 


,0 


2015 


2 


CS110637 


CS110637 


Sequence 




15 


379 


100. 


,0 


2015 


2 


AX317983 


AX317983 


Sequence 


Q 


16 


379 


100; 


, 0 


2020 


2 


CQ970464. 


CQ970464 


Sequence 


Q 


17 


379 


100. 


,0 


2020 


2 


AX358776 


AX358776 


Sequence 


Q 


18 


379 


100 , 


,0 


2020 


2 


AX362269 


AX362269 


Sequence 






379 


100, 


,0 


2020 


5 


AY3 58 631 


AY358631 


Homo sapi 


Q 


20 


377.4 


99 . 


.6 


386 


2 


CQ430462 


CQ430462 


Sequence 


Q 


21 


377 . 4 


- 99. 


.6 


393 


2 


CQ41848 0 


CQ418480 


Sequence 


Q 


22 


377.4 


99. 


.6 


393 


2 


CQ421061 


CQ421061 


Sequence 




23 


377.4 


99. 


.6 


393 


2 


CQ426250 


CQ426250 


Sequence 


Q 


24 


372 


98, 


.2 


651 


2 


CQ421181 


CQ421181 


Sequence 


Q 


25 


369 . 4 


97. 


.5 


792 


2 


CQ430054 


CQ430054 


Sequence 


Q 


26 


367 


96, 


.8 


392 


2 


CQ429968 


CQ429968 


Sequence 


Q 


27 


365 . 4 


96, 


.4 


392 


2 


CQ42 9935 


CQ429935 


Sequence 




28 


365 . 4 


96, 


.4 


397 


2 


CQ421574 


CQ421574 


Sequence 




29 


363 


95. 


.8 


393 


2 


CQ430100 


CQ430100 


Sequence 




30 


363 


95 


.8 


415 


2 


CQ421229 


CQ421229 


Sequence 


Q 


3 1 


363 


95 


. 8 


1436 


5 


AY262057 


AY262057 


Homo sapi 


Q 


32 


363 


95 


.8 


2608 


2 


CS168612 


CS168612 


Sequence 


Q 


33 


363 


95 


.8 


2608 


2 


AX834733 


AX834733 


Sequence 


c 


34 


363 


95 


. 8 


2608 


5 


AK097373 


AK097373 


Homo sapi 


C 


35 


361.4 


95 


.4 


392 


2 : 


CQ426196 


CQ426196 


Sequence 


c 


36 


357.2 


94 


.2 


1503 


2 


AX768910 


AX768910 


Sequence 




37 


356 


93 


.9 


422 


2 


CQ418336 


CQ418336 


Sequence 


c 


38 


342.4 


90 


.3 


357 


2 


CQ421595 


CQ421595 


Sequence 


c 


39 


329.4 


86 


.9 


364 


2 


CQ426051 


CQ426051 


Sequence 


c 


40 


317.6 


83 


.8 


391 


2 


CQ417373 


CQ417373 


Sequence 


c 


41 


313.8 


82 


.8 


396 


2 


CQ418426 


CQ418426 


Sequence 




42 


312 .4 


82 


.4 


318 


2 


CQ430441 


CQ430441 


Sequence 


c 


43 


253.6 


66 


.9 


1197 


5 


AY696295 


AY696295 


Homo sapi 




44 


235.2 


62 


. 1 


444 


2 


CQ505007 


CQ505007 


Sequence 




45 


235.2 


62 


. 1 


444 


2 


CQ510749 


CQ510749 


Sequence 



ALIGNMENTS 



RESULT 1 
CS110385 
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SCORE Search Results Details for Application 
10714389 and Search Result us-10-714-389- 
52.rng, 



Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10714389 and Search Result us-10- 

714-389-52. rng. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 
Perfect score: 379 



October 3, 2006, 18:33:05 ; Search time 521 Seconds 

(without alignments) 
5071.943 Million cell updates/sec 

US-10-714-389-52 



Sequence : 
Scoring table: 

Searched: 



1 actttgccaagcagtaaagg ttcaggtatgagtccagggt 3 79 

IDENTITYJSTUC 

Gapop 10.0 , Gapext 1.0 



5244920 seqs, 3486124231 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



10489840 



Database 



N_Geneseq_8 : * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 



geneseqnl980s : * 
geneseqnl990s : * 
geneseqn2000s : * 
geneseqn2001as : * 
geneseqn2 00 lbs : * 
geneseqn2002as : * 
geneseqn2 002bs : * 
geneseqn2003as : * 
geneseqn2003bs : * 
geneseqn2003cs : * 
geneseqn2003ds : * 
geneseqn2004as : * 
geneseqn2004bs : * 
geneseqn2005s : * 
geneseqn2006s : * 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

' . SUMMARIES 
% 

Result Query 





JNO . 


Score 


Match 


j_ierigL.n 


no 

LID 


jn 
1JJ 


T~*\ o c? v~ "i T^t - i on 
UcoLI ± U JL Ui 1 




1 
X 


j / y 


100. 


,0 


j / z? 


ft 


zva.uc;c: c,97 


Zi a Vi R C. 9 7 Human V\>-^ 




z 


j / y 


100. 


,0 


T7Q 

j / y 


7 


/vlJUU X Z / X 


nUUUl Z/± DI cab L v_>ct 






J / -7 


100. 


,0 


-J7Q 

■j / y 


7 


AD74 1 R^c; 


AH^dl R^R Human hyp 




ft 


1 7 Q 

,5 / y 


100. 


,0 


o / y 


xz 


ajj in ft u z y / 


AHn A HO Q7 Human V-\ >~ o 


c 


c 
-> 


j / y 


100. 


,0 


TQ7 

o y / 


/I 
ft 




Aal 1 *l Unman V\ -y-p 
ndlljooj flUllldll Die 




o 


j / y 


100, 


,0 


a n ^ 
ft u j 


ft 


A A T .1 ft £ 7 


2ia11ft^77 Human hrp 


c 


7 
1 


j / y 


100. 


,0 




c 


V Z *± 1 fx Z 


ZL V\'\/'9 4. 9 Human t\ y~r^ 

nJJVZII'iZ nLlUtClll ^JIU 


c 


Q 

o 


"37Q 

j / y 


100. 


,0 


d y o 


C 




2^^1^79 0(^4 0 Human t*>vo 
ruJv ^OUfO n LIU Id 11 L\J 


c 


Q 


"5 7 Q 

j / y 


100. 


,0 


Q7n 


1 "1 
X X 






c 


1 U 


1 "7 Q 

j / y 


100. 


.0 


Q £ *5 


7 


ADTTfi 1 C. 7 7 
i-UJUU X O Z Z 


AUUU1 jZ^ DicaoL Ua 


c 


1 J. 


j / y 


100. 


.0 


Q C 1 

y o j 


7 


/vD£ft X / O D 


A /I 1 7QC Unman V\ v-^ 

/icizfix / og nuiudri x>ire 


c 


1 9 
X Z 


j / y 


100. 


,0 




X X 




ZvrnPQfi ^4 Rreaah r»a 


c 


1 7 
X J 


j / y 


100. 


.0 




7 


ATHTft 1 C04 
/\1JUU X3Z4 


A/^ii HI EC 9 A Hvoa eh /~«a 


c 


14 


j / y 


100. 


.0 




7 


7vn74i 7QQ 


S H 7 /l 1 7ftD Unman V\ 

H.u.zftx/00 nuiudri ijire 


c 




j / y 


100. 


.0 


1 CI Q 


XZ 


Q O Q Q 

AJjy ft o j y y 


Ar^rrA Q1 Q Q Unman o-v/t* 

iicxt^ft o j j ^ riiiiiidii eye 


c 


1 c 
1 b 


j / y 


100. 


.0 


1 C Q C. 


ft 


£\i\u\j y y ft d 


SaHnQQ/l^ Unman H l 

/-idLiu y y ft d neiiiidii uiu 


c 


X 1 


j / y 


100. 


.0 


1 CQQ 

xoy o 


7 


AUUU XDZ X 


A Hi i n 1 C91 nvoaar- /-<a 
AUUUIDZI DlcdbL Cd 


c 


1 Q 
lb 


1 1 Q 

j / y 


100. 


.0 


1 CQQ 

xoy o 


7 
/ 


AfWA 1 7 ft C 
AXJZjft 1 / Oj 


AH 7/1 1 TQ C Hnman Krc 
/\U.ZftX/DO rlUllldil Die 


c 


1 Q 

xy 


j / y 


100, 


.0 


1 1 A 1 


1 9 
X Z 


an t^; 7nc7 


J/^-i C 7 H C 7 Unman ao/^ 
/iUJ O / Uj / rlUllldil bet 


c 


9 o 

Z U 


j / y 


100, 


.0 


ICQ/ 

x o y ft 


D 


nD 1U / D J J 




c 


9 1 
Z J. 


«j / y 


100 , 


.0 


i one 


1 9 
X Z 


MU v - 1 O D X Z 


ZXHrr^fi^19 Unman PVP 


c 


7 7 
Z Z 


.5 / y 


100, 


. 0. 


1 Q7C 


x u 


a z\n£ 

nHUD UjjI 


laH^ n^C1 Unman r^T/t" 
naUO u J j 1 n Llllldll ty L 


c 


7 1 
Z j 


j / y 


100, 


.0 


i Q7C 

xy / d 


x u 


x y u o 




c 


7 zl 
Zfi 


j / y 


100, 


.0 


x y / d 


xz 


zinr^A ft 7 Q7 


I\HrT4 Q7 Unman r*\r\- 
/lULJfi O J 27 1 rlUllldil L.y L. 


c 


7 c; 
z O 


j / y 


100, 


.0 


Z U X D 


D 


a. an9z. n i r 

.rW-lU Z ft U X O 


2iaH94.ni Human Hrn 


c 


Z O 


T7Q 

j / y 


100 


.0 


o m c. 

ZUl J 


7 




nUUUl j£ j DicaoL d 


c 


7 7 

Z / . 


17Q 

j / y 


100 


.0 


9 m c 


7 


A H7A 1 7 ft 7 


Arl 7/1 1 7ft7 Unman hro 


c 


7 Q 
Z o 


T7Q 

j / y 


100 


.0 


z uz u 


D 


AT3V"2 -5 C Crj 




c 


7 Q 

z y 


7 7 Q 

j / y 


100 


.0 


zuzu 


7 
/ 


anvj 1 Tea 
hxj i ji / d y 


ZiH-v/^l 7CQ "NTr^Tro 1 Vinm 
r\UyOX/0«7 INVJVCX I1U.UI 


c 


J U 


7 *7 Q 

j /y 


100 


.0 


zuzu 


Q 
O 


AtAD O D X X 


ACdDODXX IN O VcX I1UIT1 


c 


7 i 


-J7Q 

j / y 


100 


.0 


7 n 7 n 
ZUzU 


Q 

y 


ah'T'a a 9 a n 

AO 1 ft ft Z fl U 


/VDCftft Zft U ilLillldll rKU 


c 


1 7 
6 Z 


j / y 


100 


.0 


7 n 7 r\ 
zuzu 


Q 

y 


ADT4 A CI 7 *2 
AO 1 ft ft 3 Z J 


aKh44i;01 Unman DTPPi 
i-UJL ft ft D Z j ilLiUldll trr\XJ 


c 




O "7 Q 

3 /y 


100 


.0 


zuzu 


y 


a rrvo o i q n 
AL-Uoz xy U 


A/ r -«HQ71 Q Pi Ui i m n t*» a a 

ACQoziyu nurudij. sec 


c 


34 


379 


100 


.0 


2020 


9 


ABT43896 


. Abt43896 Human mem 


c 


35 


379 


100 


.0 


20'20 


9 


ADB83519 


Adb83 519 Novel hum 


c 


36 


379 


100 


.0 


2020 


9 


ADB80625 


Adb80625 Novel hum 


c 


37 


379 


100 


.0 


2020 


9 


ADB73166 


Adb73166 Novel hum 


c 


38 


379 


100 


.0 


2020 


9 


ADB78248 


Adb78248 Novel hum 


c 


39 


379 


100 


.0 


2020 


10 


ADB84896 


Adb84896 Human PRO 


c 


40 


379 


100 


.0 


2020 


10 


ADB78002 


Adb78002 Novel hum 


c 


41 


379 


100 


.0 


2020 


10 


ADB87068 


Adb87068 Human PRO 


c 


42 


379 


100 


.0 


2020 


10 


ADB84650 


Adb84650 Human PRO 


c 


43 


379 


100 


.0 


2020 


10 


ADB83765 


Adb83765 Novel hum 


c 


44 


379 


100 


.0 


2020 


10 


ADB72920 


Adb72920 Novel hum 


c 


45 


379 


100 


.0 


2020 


10 


ADC36758 


Adc3 6758 Human PRO 



ALIGNMENTS 

RESULT 1 
AAH55527 
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SCORE Search Results Details for Application 
10714389 and Search Result us-10-714-389- 

52.rni. 



Score Home 
Page 



Retrieve Application 
List 



SCORE System 
Overview 



SCORE 
FAQ 



Comments / 
Suggestions 



This page gives you Search Results detail for the Application 10714389 and Search Result us-10- 
714-389-52. rni. 



start 



Go Back to previous pag 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



October 3, 2006, 19:17:32 / Search time 154 Seconds 

(without alignments) 
4604.872 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-714-389-52 
379 

1 actttgccaagcagtaaagg. 



. ttcaggtatgagtccagggt 379 



Scoring table: I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 1403666 seqs, 935554401 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



2807332 



Post -processing: 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database : lssued_Patents_NA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/ina/l_COMB. seq: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/ina/5_COMB. seq: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/ina/6A_C0MB . seq : * 

4 : /EMC_Celerra_SIDS3/ptodata/2/ina/6B_C0MB.seq: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/ina/7_COMB. seq: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/ina/H_COMB. seq: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/ina/PCTUS_C0MB. seq: * 

8 : /EMC_Celerra_SIDS3/ptodata/2/ina/PP_C0MB . seq: * 

9 : /EMC_Celerra_SIDS3/ptodata/2/ina/RE_COMB. seq:* 

10 : /EMC_Celerra_SIDS3/ptodata/2/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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% 

Result Query 

No. Score Match Length DB ID Description 



Q 


1 


154 


.6 


40 


8 


1508 


3 


US- 


09 


-799 


-451-109 


Sequence 


109, App 


Q 


2 


154 


.6 


40 


8 


2071 


3 


US- 


10 


-104 


-047-720 


Sequence 


720, App 


Q 


3 


154 


.6 


40 


8 


2327 


3 


us- 


09 


-852 


-067-1 


Sequence 


1, Appli 


c 


4 


154 


.6 


40 


8 


2327 


3 


US- 


10 


-338 


-691-1 


Secmence 


1 , App 1 i 


Q 


5 


153 


40 


4 


1718 


3 


US- 


09 


-799 


-451-420 


Sequence 


42 0, App 


Q 




111 


, 4 


29 


4 


2084 


3 


US- 


09 


-023 


-655-1045 


Sequence 


1045, Ap 


Q 


7 


98 


. 4 


26 


o 


2382 


3 


US- 


09 


-023 


-655-1436 


Sequence 


1436, Ap 


Q 


8 


96 


. 8 


25 


5 


2576 


4 


US- 


09 


-880 


-107-2138 


Sequence 


2138, Ap 


Q 


9 


82 


. 6 


21 


8 


1763 


4 


us- 


09 


-880 


-107-1610 


Sequence 


1610, Ap 


Q 


10 


73 


, 4 


19 


4 


300 


3 


us- 


09 


-172 


-108-2 


Sequence 


2 , Appli 


Q 


11 


73 


, 4 


19 


4 


300 


3 


us- 


09 


-172 


-711-3 


Sequence 


3 , Appli 


Q 


12 


69 


. 8 


18 


4 


1634 


5 


us- 


10 


-114 


-270-59 


Sequence 


59, Appl 


Q 


13 


69 


. 8 


18 


4 


1669 


3 


us- 


09 


-976 


-594-532 


Sequence 


532, App 


Q 


14 


66 


.6 


17 


6 


2227 


3 


us- 


09 


-023 


-655-1433 


Sequence 


1433, Ap 


Q 


15 


66 


.4 


17 


5 


888 


3 


us- 


09 


-023 


-655-198 


Sequence 


198. Add 


Q 


16 


66 


.4 


17 


5 


1676 


3 


US- 


09 


-991 


-181-263 


Sequence 


2 63 Add 


Q 


17 


66 


.4 


17 


5 


1676 


3 


US- 


09 


-990 


-444-263 


SecrQence 


2 63 Add 




18 


66 


.4 


17 


5 


1676 


3 


US- 


09 


-997 


-333-263 




2 63 Add 




± Zf 


66 


.4 


17 


c. 
~j 


1 676 


•j 


US- 


09 


-992 


-598-263 




2 63 Add 




9 0 


66 


.4 


17 


c. 

—> 


1676 


4 


US- 


09 


-989 


-735-263 




2 63 Add 




9 1 


66 


.4 


17 


5 


1676 


5 


US- 


09 


-989 


-726-263 




2 63 Add 


C 


99 


66 


.4 


1 7 




1 676 


~> 






-997 


-514 -263 


Qprni pn r^o 


9 63 Ann 




23 


66 


.4 


17 


5 


1676 


5 


us - 


09 


-989 


-728-263 


Secfuence 


2 63 Add 


Q 


24 


66 


.4 


17 


5 


1676 


5 


US- 


09 


-997 


-349-263 


Secruence 


2 63 Add 


Q 


25 


66 


.4 


17 


5 


1676 


5 


US- 


09 


-997 


-653-263 


Sequence 


2 63. Add 


Q 


26 


66 


.4 


17 


5 


1676 


5 


US- 


09 


-989 


-293A-263 


Sequence 


263, App 


Q 


27 


66 


.4 


17 


5 


2412 


3 


us- 


10 


-104 


-047-824 


Sequence 


824, App 


Q 


28 


65 


17 


2 


2073 


3 


us- 


09 


-023 


-655-1385 


Sequence 


1385, Ap 




29 


65 


17 


2 


2073 


4 


us- 


09 


-880 


-107-1601 


Sequence 


1601, Ap 


Q 


30 


65 


17 


2 


2369 


4 


us- 


09 


-880 


-107-3277 


Sequence 


3277 , Ap 


Q 


31 


65 


17 


2 


5050 


3 


us- 


09 


-949 


-016-132 


Sequence 


13 2 , App 


Q 


32 


64 


.4 


17 


0 


31208 


3 


us- 


09 


-852 


-067-3 


Sequence 


3 , Appli 


Q 


33 


64 


.4 


17 


0 


31208 


3 


us- 


10 


-338 


-691-3 


Sequence 


3 , Appli 


Q 


34 


64 


.2 


16 


9 


1185 


3 


us- 


09 


-023 


-655-1270 


Sequence 


1270, Ap 


Q 


35 


64 


.2 


16 


9 


2367 


3 


us- 


09 


-949 


-016-4207 


Sequence 


4207, Ap 




36 


55 


.2 


14 


6 


285 


3 


us- 


09 


-020 


-956-153 


Sequence 


153, App 




37 


55 


.2 


14 


6 


285 


3 


us- 


09 


-030 


-607-153 


Sequence 


153, App 




38 


55 


.2 


14 


6 


285 


3 


us- 


09 


^439 


-313-153 


Sequence 


153, App 




39 


55 


.2 


14 


6 


285 


3 


us- 


09 


-352 


-616A-153. 


Sequence 


153, App 




40 


55 


.2 


14 


6 


285 


3 


us- 


09 


-232 


-149A-153 


Sequence 


153, App 




41 


55 


.2 


14 


6 


285 


3 


us- 


09 


-159 


-812-153 


Sequence 


153, App 




42 


55 


.2 


14 


6 


285 


3 


us- 


09 


-636 


-215-153 


Sequence 


153, App 




43 


55 


.2 


14 


•6 


285 


3 


us- 


09 


-685 


-166A-153 


Sequence 


153, App 




44 


55 


.2 


14 


6 


285 


3 


us- 


09 


-115 


-453-153 


Sequence 


153, App 




45 


55 


.2 


14 


6 


285 


3 


us- 


09 


-688 


-489-153 


Sequence 


153, App 



ALIGNMENTS 



RESULT 1 

US-09-799-451-109/C 

/ Sequence 109, Application US/09799451 

; Patent No. 6783969 

; GENERAL INFORMATION: 

; APPLICANT: Tang, Y. Tom 

; APPLICANT: Zhou, Ping 



http://es/ScoreAccessWeb/GetItem.action?AppId=10714389&seqId=686586&n^ 10/12/06 
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SCORE Search Results Details for Application 
10714389 and Search Result us-10-714-389- 
52,rnpbm, 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10714389 and Search Result us-10- 
714-389-52. rnpbm. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



October 3, 2006, 19:21:59 ; Search time 1456 Seconds 

(without alignments) 
3198.498 Million cell updates/sec 



Title: 

Perfect score.: 
Sequence : 



US-10-714-389-52 
379 

1 actttgccaagcagtaaagg. 



. ttcaggtatgagtccagggt 379 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 18892170 seqs , 6143817638 residues 

Total number of hits satisfying chosen parameters: 37784340 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post-processing: 



Database 



Minimum Match 0% ■ 
Maximum Match 100% 
Listing first 45 summaries 

Published_Applications_NA_Main: * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 
16 



/EMC_Celerra_SIDS3/ptodata/2/pubpna/US07_PUBCOMB . seq : * 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US08_PUBCOMB.seq:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US09A_PUBCOMB. seq: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US09B_PUBCOMB. seq: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US09C_PUBCOMB. seq: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US10A_PUBCOMB. seq: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US10B_PUBCOMB. seq: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US10C_PUBCOMB.seq:* 
/EMC_Celerra__SIDS3/ptodata/2/pubpna/US10D_PUBCOMB. seq: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US10E_PUBCOMB.seq: * 
/EMC_CelerrajSIDS3/ptodata/2/pubpna/US10F_PUBCOMB . seq: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US10G_PUBCOMB . seq: * 
/EMC__Celerra_SIDS3/ptodata/2/pubpna/USllA_PUBCOMB.seq:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/USllB_PUBCOMB.seq:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/USllC_PUBC0MB.seq:* 
/EMC__Celerra_SIDS3/ptodata/2/pubpna/USllD_PUBC0MB.seq:* 



http://es/ScoreAccessWeb/GetItem.action?AppId=10714389&seqId=686588&Itei^ 10/12/06 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 





1 


379 


100 . 


. 0 


379 


3 


US- 


09- 


-778' 


-320-52 


Sequence 


52, Appl 




2 


379 


100 . 


, 0 


379 


3 


US- 


09 


-910 


-689-52 


Sequence 


52 , • Appl 




3 


379 


100 . 


, 0 


379 


6 


us- 


10 


-010 


-742-52 


Sequence 


52, Appl 




4 


379 


100 . 


. 0 


379 


8 


us- 


10' 


-714 


-389-52 


Sequence 


52, Appl 




5 


379 


100 . 


, 0 


379 


8 


us- 


10 


-717 


-296-52 


Sequence 


52, Appl 


c 


6 


379 


100 . 


. 0 


598 


9 


us- 


10 


-357 


-930-24431 


Sequence 


24431, A 


c 


7 


379 


100 , 


. 0 


598 


9 


us- 


10 


-357 


-930-28061 


Sequence 


28061, A 


Q 


8 


379 


100 . 


. 0 


870 


6 


us- 


10 


-198 


-846-4883 


Sequence 


4883, Ap 


Q 


9 


379 


100 . 


, 0 


963 


3 


us- 


09 


-910 


-689-303 


Sequence 


303, App 


Q 


10 


379 


100 . 


. 0 


963 


6 


us- 


10 


-010 


-742-303 


Sequence 


303, App 


Q 


11 


379 


100 , 


. 0 


963 


8 


us- 


10 


-717 


-296-303 


Sequence 


3 03, App 


Q 


12 


379 


100 , 


. 0 


1299 


. 6 


us- 


10 


-198 


-846-10784 


Sequence 


10784, A 


Q 


13 


379 


100 , 


. 0 


1518 


3 


us- 


09 


-910 


-689-305 


Sequence 


3 05, App 


Q 


14 


379 


100 . 


. 0 


1518 


6 


us- 


10 


-010 


-742-305 


Sequence 


305, App 


Q 


15 


379 


100 . 


. 0 


1518 


6 


us- 


10 


-067 


-668-3 


Sequence 


3, Appli 


Q 


16 


379 


100 


. 0 


1518 


6 


us- 


10 


-175 


-696-3 


Sequence 


3, Appli 


Q 


17 


379 


100 


. 0 


1518 


8 


us- 


10 


-776 


-871-3 


Sequence 


3, Appli 


Q 


18 


379 


100 


. 0 


1518 


8 


. US- 


10 


-717 


-296-305 


Sequence 


3 05, App 


Q 


19 


379 


100 


. 0 


1548 


8 


US - 


10 


-717 


-296-312 


Sequence 


312, App 


Q 


20 


379 


100 


. 0 


1586 


8 


US- 


10 


-181 


-108-35 


Sequence 


35, Appl 


c 


21 


379 


100 


. 0 


1586 


13 


US 


1-11-079-743-35 


Sequence 35, Appl 


Q 


22 


379 


100 


. 0 


1598 


3 


us- 


09 


-910 


-689-302 


Sequence 


3 02, App 


c 


23 


379 


100 


. 0 


1598 


6 


us- 


10 


-010 


-742-302 


Sequence 


3 02, App 


Q 


24 


379 


100 


. 0 


1598 


8 


us- 


10 


-717 


-296-302 


Sequence 


302, App 


Q 


25 


379 


100 


. 0 


1894 


8 


us- 


10 


-058 


-270A-1 


Sequence 


1, Appli 


Q 


26 


379 


100 


. 0 


1975 


.6 


us- 


10 


-067 


-668-1 


Sequence 


1, Appli 


Q 


27 


379 


100 


. 0 


1975 


6 


us- 


10 


-175 


-696-1 


Sequence 


1, Appli 


c 


28 


379 


100 


. 0 


1975 


8 


us- 


10 


-776 


-871-1 


Sequence 


1, Appli 


c 


29 


379 


100 


. 0 


2015 


3 


us- 


09 


-910 


-689-304 


Sequence 


3 04, App 


c 


30 


379 


100 


. 0 


2015 


6 


us- 


10 


-010 


-742-304 


Sequence 


304, App 


c 


31 


379 


100 


.0 


2015 


8 


us- 


10 


-296 


-606-23 


Sequence 


23, Appl 


c 


32 


379 


100 


.0 


2015 


8 


us- 


10 


-717 


-296-304 


Sequence 


304, App 


c 


33 


379 


100 


.0 


2020 


6 


us- 


10 


-227 


-884-29 


Sequence 


29, Appl 


c 


34 


379 


100 


.0 


2020 


6 


us- 


10 


-230 


-163-29 


Sequence 


29, Appl 


c 


35 


379 


100 


.0 


2020 


6 


us- 


10 


-230 


-338-29 


Sequence 


29, Appl 


c 


36 


379 


100 


.0 


2020 


6 


us- 


10 


-218 


-631-29 


Sequence 


29, Appl 


c 


37 


379 


100 


.0 


2020 


6 


us- 


10 


-230 


-414-29 


Sequence 


29, Appl 


c 


38 


379 


100 


.0 


2020 


6 


us- 


10 


-232 


-224-29 


Sequence 


29, Appl 


c 


39 • 


379 


100 


.0 


2020 


6 


us- 


10 


-216 


-159A-29 


Sequence 


29, Appl 


c 


40 


379 


100 


.0 


2020 


6 


us- 


10 


-218 


-849-29 


Sequence 


29, Appl 


c 


41 


379 


100 


.0 


2020 


6 


us- 


10 


-227 


-873-29 


Sequence 


29, Appl 


c 


42 


379 


100 


.0 


2020 


6 


us- 


10 


-227 


-883-29 


Sequence 


29, Appl 


c 


43 


379 


100 


.0 


2020 


6 


us- 


10 


-219 


-076-29 


Sequence 


29, Appl 


c 


44 


379 


100 


.0 


2020 


6 


us- 


10 


-230 


-434-29 


Sequence 


29, Appl 


c 


45 


379 


100 


.0 


2020 


.6 


us- 


10 


-219 


-003-29 


Sequence 


29, Appl 



ALIGNMENTS 

RESULT 1 
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SCORE Search Results Details for Application 
10714389 and Search Result us-10-714-389- 
52.rnpbn, 



Sco re Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview . FAQ Suggestions 

This page gives you Search Results detail for the Application 10714389 and Search Result us-10- 

714-389-52. rnpbn. 

start 

Go B a ck to p revious page 

GenCore version 5.1.9 
Copyright (c) 1 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score; 
Sequence : 



October 3, 2006, 19:25:52 



US-10-714-389-52 
379 

1 actttgccaagcagtaaagg . 



/ Search time 157 Seconds- 

(without alignments) 

4454.578 Million cell updates/sec 



, ttcaggtatgagtccagggt 379 



Scoring table: I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



2370645 seqs, 922650133 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



4741290 



Database 



Published_Applications_NA_New : * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 



/EMC_Celerra_SIDS3/ptodata/l/pubpna/US09 
/EMC_Celerra_SIDS3/ptodata/l/pubpna/US06 
/EMC_Celerra_SIDS3/ptodata/l/pubpna/US07 
/EMC_Celerra_SIDS3/ptodata/l/pubpna/US08 
/EMC_Celerra_SIDS3/ptodata/l/pubpna/PCT_ 
/EMC_Celerra_SIDS3/ptodata/l/pubpna/US10 
/EMC_Celerra_SIDS3/ptodata/l/pubpna/USll 
/EMC_Celerra_SIDS3/ptodata/l/pubpna/USll 
/EMC_Celerra_SIDS3/ptodata/l/pubpna/USll 
/EMC_Celerra_SIDS3/ptodata/l/pubpna/US6 



_NEW_PUB.seq: * 
_NEW_PUB . seq : * 
_NEW_PUB.seq:* 
_NEW_PUB.seq:* 
NEW_PUB.seq:* 

NEW_PUB.seq: * 
_NEW_PUB.seq:* 
_NEW_PUB.seql:* 
_NEW_PUB.seq2 :* 
0JSTEW_PUB. seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



http://es/ScoreAccessWeb/GetItem.action?AppId=l 07 1 4389&seqId=686590&ItemName=u. .. 1 0/1 2/06 
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% 

Result Query 

No. Score Match Length DB ID Description 



Q 


1 


379 


100 . 


0 


1906 


6 


US- 


10- 


-540 


-310-3 


Sequence 


3, Appli 


Q 


2 


363 


95 . 


8 


2608 


8 


US- 


11- 


-293 


-697-1857 


Sequence 


1857, Ap 


Q 


3 


154 . 6 


40 . 


8 


1555 


8 


us- 


11- 


-266 


-748A-367721 


Sequence 


367721, 




4 


154 . 6 


40 . 


8 


1555 


8 


us- 


11- 


-266 


-748A-451100 


Sequence 


451100, 


Q 


5 


154 . 6 


40 . 


8 


2349 


8 


us- 


11- 


-293 


-697-2301 


Sequence 


2301, Ap 






154 . 6 


40 . 


8 


2382 


8 


us- 


11- 


-266 


-748A-56478 


Sequence 


56478, A 




7 


154 


40 . 


6 


1000 


8 


us- 


11- 


-266 


-748A-203310 


Sequence 


203310, 




8 


154 


40 . 


6 


1000 


8 


US- 


11- 


-266 


-748A-283212 


Sequence 


283212, 


Q 


9 


154 


40 . 


6 


1000 


8 


us- 


11- 


-266 


-748A-309852 


Sequence 


309852, 




10 


154 


40 . 




1000 


8 


US- 


11- 


-266 


-748A-392920 


Sequence 


392920, 


Q 


11 


154 


40 . 


6 


1000 


8 


us- 


11 


-266 


-748A-483638 


Sequence 


483638 , 




12 


154 


40 . 


6 


193471 


8 


us- 


11 


-266 


-748A-23901 


Sequence 


23901, A 


Q 


13 


114 . 4 


30 . 


2 


2376 


8 


us- 


11 


-293 


-697-2332 


Sequence 


2332, Ap 


Q 


14 


111 . 4 


29 . 


4 


1558 


8 


us- 


11 


-266 


-748A-78471 


Sequence 


78471, A 




15 


111 . 4 


29 


4 


1558 


8 


us- 


11 


-266 


-748A-131282 


Sequence 


131282, 




16 


100.4 


26 


5 


1754 


8 


us- 


11 


-266 


-748A-361338 


Sequence 


361338, 


Q 


17 


100 . 4 


26 


5 


1754 


8 


us- 


11 


-266 


-748A-444717 


Sequence 


444717, 


Q 


18 


98 . 4 


26 


0 


1000 


8 


us- 


11 


-266 


-748A-394439 


Sequence 


394439, 




19 


98 . 4 


26 


o 


1000 


8 


us- 


11 


-266 


-748A-465485 


Sequence 


465485, 


Q 


20 


95 . 2 


25 


1 


779 


8 


us- 


11 


-266 


-748A-262386 


Sequence 


262386, 




2 1 


95 . 2 


25 


1 


779 


8 


US- 


11 


-266 


-748A-322903 


Sequence 


322903 , 


r 1 


22 


94 


24 


8 


877 


8 


US- 


11 


-266 


-748A-214290 f 


Sequence 


214290, 


c 


23 


93 


24 


5 


1000 


8 


US- 


11 


-266 


-748A-293498 


Sequence 


293498 , 




24 


93 


24 


5 


1000 


8 


us- 


11 


-266 


-748A-344927 


Sequence 


344927, 




25 


89 


23 


5 


600 


8 


us- 


11 


-266 


-748A-102267 


Sequence 


102267, 


Q 


26 


89 


23 


5 


600 


8 


us- 


11 


-266 


-748A-155078 


Sequence 


155078, 




27 


79 . 8 


21 


. 1 


947 


8 


us- 


11 


-266 


-748A-186910 


Sequence 


186910, 


Q 


28 


79 . 8 


21 


, l 


947 


8 


us- 


11 


-266 


-748A-241605 


Sequence 


241605, 


Q 


29 


75 


19 


. 8 


2608 


8 


us- 


11 


-293 


-697-1514 


Sequence 


1514, Ap 


r* 


30 


69 . 8 


18 


. 4 


2950 


8 


us- 


11 


-266 


-748A-24706 


Sequence 


24706, A 


Q 


31 


66 . 6 


17 


. 6 


2360 


8 


us- 


11 


-266 


-748A-57526 


Sequence 


57526, A 




32 


66.4 


17 


. 5 


1000 


8 


us- 


11 


-266 


-748A-402012 


Sequence 


402012, 








17 


. 5 


1000 


8 


us- 


11 


-266 


-748A-473058 


Sequence 


473058, 


Q 


34 


66.4 


17 


. 5 


1676 


6 


us- 


10 


-196 


-749-203 


Sequence 


2 03, App 




1 R 
j ~j 


66.4 


17 


. 5 


1676 


8 


US- 


11 


-101 


-316-53 


Sequence 


53, Appl 


Q 


36 


66 . 4 


17 


. 5 


1676 


9 


us- 


11 


-376 


-673-53 


Sequence 


53, Appl 


c 


37 


66.4 


17 


.5 


1694 


. 8 


us- 


-11 


-266 


-748A-56537 


Sequence 


56537, A 


c 


38 


65 


17 


.2 


5050 


8 


us- 


-11 


-266 


-748A-22281 


Sequence 


22281, A 


c 


39 


65 


17 


.2 


. 5050 


8 


us- 


•11 


-266 


-748A-57232 


Sequence 


57232, A 


c 


40 


64.8 


17 


.1 


1212 


8 


us- 


-11 


-266 


-748A-250041 


Sequence 


250041, 


c 


41 


64 .8 


17 


. 1 


1212 


8 


us- 


•11 


-266 


-748A-274755 


Sequence 


274755, 




42 


64.8 


17 


. 1 


1212 


8 


us- 


-11 


-266 


-748A-310558 


Sequence 


310558, 


c 


43 


62 


16 


.4 


1000 


8 


us- 


-11 


-266 


-748A-408223 


Sequence 


408223, 




44 


62 


16 


.4 


1000 


8 


us- 


-11 


-266 


-748A-479269 


Sequence 


479269, 


c 


45 


55.2 
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RESULT 1 

US-10-540-310-3/C 

; Sequence 3, Application US/10540310 
; Publication No. US20060166212A1 
; GENERAL INFORMATION: 

,* APPLICANT: Avalon Pharmaceuticals, Inc. 

; TITLE OF INVENTION: Breast Specific Protein Expressed in Cancer and Methods of 
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10714389 and Search Result us-10-714-389- 
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This page gives you Search Results detail for the Application 10714389 and Search Result us-10- 

714-389-52. rst. 
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G o Ba ck to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



October 3, 2006, 18:54:43 ; Search time 4460 Seconds 

(without alignments) 
4751.889 Million cell updates/sec 

US-10-714-389-52 
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Scoring table: IDENTITY_NUC 
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Searched: 
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Pred. No. is the number of results predicted by chance to have a 
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score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 





1 


154 . 6 


40 


. 8 


770 


2 


BI913122 


BI913122 


603179852 


I— 




154 . 6 


40 


. 8 


1335 


14 


AY4 084 68 


AY408468 


; Homo s ap i 


f~> 


3 


149 . 2 


39 


. 4 


559 


9 


DA362614 

X— ' iX ^ Vp/ n V A * 


DA362 614 


DA362614 






14 1 

X*± X 


j / « 


2 


623 


1 


AA193450 


AA193450 


zr40e07 . r 




5 


140.4 


37 


. 0 


1329 


14 


AY408470 


AY408470 


i Mus TTYUSCU 




o 


14 0 4 

X t W . *x 


37 


. 0 


3 860 




AK038526 


AK038526 


Mus muscu 




7 


128.6 


33 


, 9 


628 


4 


BX272921 


BX272921 


BX272921 


V- 


Q 
o 


19ft 6 

X 4b O . O 


**** 


t 9 


651 


4 


BX267843 


BX267843 


BX267843 


c* 
\~ 


Q 


128.6 


33 


. 9 


676 


5 


CD216415 


CD216415 


pgp2n . pkO 


r* 
\- 


i n 

X \J 


1 9 R 6 


33 


_ i 


786 


5 


CF547569 


CF547569 


AGENCOURT 


C 


1 1 

X -L 


1 94 


^9 


1 


ft 6 9 

O O -3 


10 


DR860522 


DR860522 


1 JGI CABG5 


C 


X z 


1 94 


*}9 


_ 7 


ft 74 


9 


CX967511 


CX967511 


JGI CAAP2 


c 




1 94 


**9 
j z. 


> 7 


1642 




BC054308 


BC054308 


Xenopus 1 




1 4 
x *± 


191 

X Z X 


^1 

J X 


Q 


R67 

JO / 


7 


BF50914 9 


BF509149 


UI-H-BI4- 


c 


X D 


1 1 Q ft 


^1 

O X 


. D 


218 


11 


AY75896 7 


AY758967 


' CH255-13m 




1 6 


119.8 


31 


. 6 


556 


5 


CD734809 


CD734 809 


4048891 1 


c 


1 7 

X i 


1 1 Q O 
X X -7 . C» 


7 1 

-J X 


c; 
. j 


735 


3 


RIJ941372 


BU243372 


603778833 




1 ft 
J. O 


• 1 1 ft 9 
no • ^ 


31 


. 2 


839 


3 


BU22 7 84 5 


BU227845 


603947881 


c 


1 Q 

X J7 


1 1 6 6 
X X o • o 




Q 
. O 


824 


9 


rX 96612 9 


CX966129 


JGI CAAP1 


c 


90 


1 1 6 

X X D 


10 


. D 


799 


2 


Bni914 8 5 


BG193485 


RST12619 




21 


115.2 


30 


. 4 


767 


5 


CJ023895 


CJ023895 


CJ023895 




22 


115 


30 


. 3 


655 


2 


BJ909012 


BJ909012 


BJ909012 




23 


114 . 4 


30 


. 2 


817 


10 


DR860523 


DR860523 


I JGI CABG5 




24 


114 


30 


, 1 


773 


2 


BG461834 


BG461834 


RST44771 






119 

X X £t 


29 


. 6 


740 


3 


BP435575 


BP435575 


BP435575 




96 


112 


29 


. 6 


813 


3 


BP435822 


BP435822 


BP435822 




27 


112 


29 


. 6 


841 


5 - 


CJ025855 


CJ025855 


CJ025855 




9ft 

j6 O 


112 


29 


. 6 


870 


5 


CJ022965 


CJ022965 


CJ022965 




9 9 


112 


29 


. 6 


932 


3 


B0881161 


BQ881161 


AGENCOURT 


C 




111 4 
X X x • *± 


99 


t 4 


769 


4 


CA4 87 879 


CA487879 


AGENCOURT 


/~> 
v_ 




111 4 

X X X . *± 


29 


t 4 


1038 


2 


BG2 91597 


BG291597 


602388704 


C 


1 9 


111 9 

X X X • £t 


99 


~i 
. .3 


252 


2 


RG204180 


BG204180 


RST23576 


c 


33 


110.4 


29 


. 1 


808 


5 


CJ022616 


CJ022616 


CJ022616 


c 


34 


109.6 


28 


.9 


741 


4 


CB599980 


CB599980 


AGENCOURT 


c 


35 


109.6 


28 


.9 


759 


4 


CB950823 


CB950823 


AGENCOURT 


c 


36 


109.6 


28 


.9 


779 


4 


CB600740 


CB600740 


AGENCOURT 


c 


• 37 


108.8 


28 


.7 


735 


5 


CK471537 


CK471537 


AGENCOURT 


c 


38 


108 .8 


■ 28 


.7 


746 


5 


CK364271 


CK364271 


AGENCOURT 


c 


39 


108.8 * 


28 


.7 


805 


10 


DR428109 


DR428109 naw50f07. 


c 


40 


108.8 


28 


.7 


864 


8 


C0554538 


C0554538 


AGENCOURT 


c 


41 


108 


28 


.5 


570 


4 


CB601086 


CB601086 


AGENCOURT 


c 


42 


108 


28 


.5 


622 


2 


BG971712 


BG971712 


602838239 


c 


43 


108 


28 


.5 


640 


2 


BG971106 


BG971106 


602837813 


c 


44 


108 


28 


.5 


651 


7 


BE851329 


BE851329 


uw94g07 .y 


c 


45 


108 


28 


.5 


747 


4 


CB953130 


CB953130 


AGENCOURT 



ALIGNMENTS 



RESULT 1 
BI913122/C 

LOCUS BI913122 770 bp • mRNA linear EST 16-OCT-2001 
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